A novel Coronavirus, 2019-nCoV, has been identified as the causal pathogen of an ongoing epidemic, with the first cases reported in Wuhan, China, last December
symptoms of coronavirus diseases, the couple has been admitted to Rome's Spallanzani Hospital, which is specialized in infectious diseases.
In Italy, a state of emergency has been declared as a consequence of these two confirmed cases of infection that have been labeled as the first cases of Coronavirus transmission described in Italy.
In this report, phylogenetic and evolutionary analysis has been applied to characterize the 2019-nCoV virus identified in Italy and better understand the transmission dynamics of the two cases diagnosed in Rome.
| MATERIALS AND METHODS
The dataset used for phylogenetic analysis included (n = 54) genomes sequences from the current 2019-nCoV epidemic plus (n = 2) closely related bat strains (SARS-like CoV) retrieved from NCBI (http:// www.ncbi.nlm.nih.gov/genbank/) and GISAID (https://www.gisaid. org/) databases. Sequences were aligned using MAFFT software 5 and manually edited by BioEdit program v7.0.5. 6
By IQ-TREE 1.6.8 software the maximum likelihood (ML) phylogeny was reconstructed under the HKY nucleotide substitution model with 4 gamma categories (HKY+G4) which were inferred in jModelTest (https://github.com/ddarriba/jmodeltest2) as the best fitting model. 7 To investigate the temporal signal, from the ML tree, we regressed root-to-tip genetic distances against sample collection dates using TempEst v 1.5.1 (http://tree.bio.ed.ac.uk). 8 Bayesian timescaled phylogenetic analysis was performed by BEAST 1.10.4 (http:// beast.community/index.html), using ML phylogeny as starting tree. 9 A stringent model selection analysis by both path sampling (PS) and stepping stone (SS) procedures were performed to estimate the most appropriate molecular clock model for the Bayesian phylogenetic analysis. 10 The strict molecular clock model, assuming a single rate across all phylogeny branches, and the more flexible uncorrelated relaxed molecular clock model with a lognormal rate distribution were tested. 11 the Chinese tourist dated back to 19 January 2020 (95% HPD: 18 January 2020; "1 January 2020"; Figure 1 ).
| DISCUSSION
The early sharing of data about the Coronavirus 2019-nCoV epidemic is fundamental to better understand the transmission dynamics of this virus. 13 This short report is focused on the first cases 
